Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.003 Å; R factor = 0.031; wR factor = 0.076; data-to-parameter ratio = 18.4.
In the title compound, C 21 H 21 Cl 3 N 2 O 2 , the piperidine ring adopts a distorted boat conformation. One of the chlorophenyl rings is almost perpendicular to the best plane through piperidine ring, making a dihedral angle of 88.7 (1) , whereas the other ring is twisted by 71.8 (1) . The crystal packing is stabilized by intermolecular C-HÁ Á ÁO, C-HÁ Á ÁCl and O-HÁ Á ÁO interactions.
Related literature
For general background to piperidine derivatives, see: Perumal et al. (2001) ; Dimmock et al. (2001) ; Ravindran et al. (1991) ; Senthilkumar et al. (1992) . For the synthesis of the title compound, see: Aridoss et al. (2007) . For asymmetry parameters, see: Nardelli (1983) . For puckering parameters, see: Cremer & Pople (1975) . For hydrogen-bond motifs, see: Bernstein et al. (1995) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). cause a major change in ring conformation, chemical shifts of carbons and associated protons in addition to the orientation of substituents (Ravindran et al., 1991; Senthilkumar et al., 1992) . The crystallographic study of the title compound has been carried out to establish the molecular structure.
The piperidine ring in the molecule (Fig. 1 ) adopts a distorted boat conformation with the puckering parameters (Cremer & Pople, 1975) and the asymmetry parameters (Nardelli, 1983) -chloroacetyl-3,5-dimethyl-2,6-bis(o-chlorophenyl piperridin-4-one1 (50 mmol) , sodiumacetate trihydrate (150 mmol), hydroxylamine hydrochloride (60 mmol) and 50 ml of ethanol were taken in a RB flask. The reaction mixture was refluxed for about half an hour. The progress of the reaction was monitored by TLC. After the usual workup, the oxime was purified by column chromatography and the single crystals were grwon by slow evaporation using ethanol as solvent (Aridoss et al., 2007) .
Refinement
H atoms were positioned geometrically (C-H = 0.93 -0.98 Å, O-H = 0.82Å) and allowed to ride on their parent atoms, with 1.5U eq (C) for methyl, 1.5 eq (O) for oxygen H and 1.2 U eq (C) for other H atoms. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. 
Refinement. Refinement of F

